We compared the expression profiles of 14,352 genes from microarray and RNA-Seq datasets. We first checked the range of expression values for 7,061,184 points from 14,352 genes for 492 samples. Figure S1 shows the distribution of gene expression values. For the microarray data, the maximum, minimum, and average values were 11.468, -11.118, and -0.007, respectively. For the RNA-Seq data, the maximum, minimum, and average values were 18.986, -21.204, and -0.556, respectively. Thus, the expression values from RNA-Seq showed a broader range than those from the microarray.
study, although the gene network from the microarray showed slightly higher centralization than that from RNA-Seq. Figure S4 shows the distribution of PCC values from gene and isoform expression data for validated gene-gene interaction (GGI) pairs from the HPRD [2] , showing that the PCC values of isoform expression were slightly higher than those of gene expression. Fig. S4 (B) shows the distribution of the difference in the absolute PCC values for the gene pairs in the GGI using gene and isoform expression data. Of the 31,006 GGI pairs, 1,046 showed large differences in PCC values (>0.3). Fig. S4 (C) shows the top 20 GGI pairs with the largest differences in PCC values. This result demonstrates that although many studies combine a set of isoform expression data for a single gene, using the isoform expression itself can help to construct different functional gene modules.
